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Amendments to the Claims : 

The following listing of claims will replace all prior versions, and listings, of claims in 
the application: 

1 . (Currently Amended) An isolated r voB gene or gene fragment of a bacterium 
of the genus Streptococcus and-the 4 related genera Enterococcus, Gemella^ Abiotrophia and 
Granulicatella. charactoriz e d in that it compris e s comprising a nucleic acid sequenc e chos e n 
selected from the group consisting of among s e quences 

a. SEP ID n^ 8 to 35 Nos:8-10, 13. 15-2L and 24-35 in which: 

the-K nucleotide represents T or G^, 

the-M nucleotide represents A or C, 

the-R nucleotide represents A or G, 

the-W nucleotide represents A or T, 

the-Y nucleotide represents C or T, and 

tbe-N nucleotide represents A, T, C, G or L an d or I: 

b. the rovorso Goquoncos and complementary sequences of the nucleic acid sequences 

of (a): and-these 

c. sequences having at least 98.7 % homolog y to the nucleic acid sequences of (a) or 

(h \ oxcopting ooquonooG SEQ ID n° 11, 12, H and 22 . 

2. (Currently Amended) An isolated rpoB gen e of claim 1 wherein the bacterium is 
one of the bacteri a of one of the bacteria Streptococcus anginosuSy Streptococcus equinus, 
Abiotrophia defectiva and Enterococcus faecalis ^ as in claim 1, charact e riz e d in that 
comprising a nucleic acid sequence selected from the group consisting o f it corr e sponds to 
one of the ooqu e noos chosen fromi 
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a. among soquonc e o SEQ ID n^l to 3 NOs:l-3 and SEQ ID^ ^NO:5 in which 

wherein : 

the-K nucleotide represents T or G, 

tbe-M nucleotide represents A or C, 

the-R nucleotide represents A or G, 

the-W nucleotide represents A or T, 

the-Y nucleotide represents C or T, 

the-N nucleotide represents A, T, C, G or L and 

and tho rovoroo sequ e nc e s and 

b. complementary sequences of the nucleic acid sequences of (a): and-feese 

c. sequences having at least 98.7% homolog y to the nucleic acid sequences of or 

3. (Currently Amended) An isolated rpoB gene fragment of a bacterium of the genus 
Streptococcus and o f th e 4 related genera Enterococcus, Gemella, Abiotrophia and 
Granulicatella, characteriz e d in that itG soquonco io included in o r comprising a nucleic acid 
sequence selected from the group consisting of: consists of on e of s e qu e nc e s 

(aLSEQ ID n^8to35 NOs:8-35 , in which: 

the-K nucleotide represents T or G, 

the-M nucleotide represents A or C, 

the-R nucleotide represents A or G, 

' the-W nucleotide represents A or T, 

tfe©-Y nucleotide represents C or T, 

flie-N nucleotide represents A, T, C or G : and 
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(b^ and tho rovoro e GoquoncoG and complementary sequences of the nucleic acid 
sequences of (a) , and-these 

(c) sequences having at least 98.7% homolog y to the nucleic acid sequences of (a) or 

£bl. 

4. (Currently Amended) An isolated oligonucleotid e Oligonuclootido characteriz e d 

in that it compris e s comprising: 

(a) n r , nqiiftTirin npooific to a apocioo o f a nucleic acid sequence specific to a bacterium 

of genus Streptococcus and-said 4^related gener a Enterococcus. Gemella. Abiotrophia and 
Granulicatella . proforably having at loaot 20 conoocutivo nuclootidoo, further proforably, and 
comprisin g at loaot 30 20-100 consecutive nucleotides included in one of-said nucleic acid 
sequences SEQ TP n° 8 to 35 NOs:8-35, in which: 

the-K nucleotide represents T or G, 

the-M nucleotide represents A or C, 

the-R nucleotide represents A or G, 

the-W nucleotide represents A or T, 

the-Y nucleotide represents C or T, 

the-N nucleotide represents A, T, C or G 
(b) and tho rovoroo Goquonooo and complementary sequences of the nucleic acid 
sequences of (a) and4hese 

(c^ sequences having at least 98.7% homolog y to the nuclei c acid sequences of (a) or 

£b}. 

5. (Cancelled) 

6. (Currently Amended) An isolated oUgonucleotide OUgonuclootido oharaotoriz e d 
in that It comprinoG comprising a sequence o f at loaot 8, proforably at least 12 , furth e r 

-4- 



Application No. 10/529,319 

prof e rably 18 to 35 nucl e otid e motifs nucleotides , including at least one sequence of 8 
consecutiv e nucl e otide motifs nucleotides included in one of the following sequences SEQ ED 
n^ 6 and 7 : 

SEQ ID-ng- 6NO:6 : 5 AARYTNGGMCCTGAAGAAAAT-3 % and 

SEQ ID-b2 ^ N0:7 : 5'- TGNARTTTRTC ATCAACC ATGTG-3 ' 

in which: 

N represents inosine or one of the 4 nucleotides A, T, C or G, 
R represents A or G, 
M represents A or C, and 
Y represents C or T, 
and the revers e s e qu e nc e s and complementary sequences thereof . 

7. (Currently Amended) Mixture A mixture of oligonucleotides, characterized in that 
it consists of consisting of an equimolar mixture of oligonucleotides as defined in claim 6,-aH 
wherein each oligonucleotide in the mixture of oligonucleotides havin g has a different 
sequence and all comprisin g comprises-a said sequence included in SEQ ID^ ^ NO:6 o r all a 
sequence included in SEQ ID^^ ^ NO:7 or complementary sequence thereof . 

8. (Currently Amended) Mixtur e A mixture of oligonucleotides, charact e riz e d in that 
it consists o f comprising an equimolar mixture of 32 said oligonucleotides as defined in claim 
^_6, wherein each oligonucleotide in the mixture of oligonucleotides hasb aving a^different 
s e qu e nces sequence and e ach comprisin g comprises at least 15 , preferably at l e ast 18 
consecutive nucleotide motifs. nucleotides included in the following sequence: 

SEQ ID-H^NOi6 5'- AARYTNGGMCCTGAAGAAAT-3* 

in which: 

R represents A or G, 
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Y represents C or T, 

M represents A or C, and 
N represents A, T, C or G 
and the reverse Gequonoos and or in a complementar y s e qu e nces sequence thereof . 

9. (Currently Amended) Mixture A mixture of oligonucleotides, characterized in that 
it consists o f consisting of an equimolar mixture of 8 said oligonucleotides as defined in 
claim-^_6, wherein each oligonucleotide in the mixture of oligonucleotidesb avift g has a 
different s e qu e nc e s sequence an d e ach comprisin g comprises at least 1 5 , pr e f e rably at l e ast 18 
consecutiv e nucl e otide motifs nucleotides included in the following sequence: 

SEQ ID-n^NOi6 5'- AARYTNGGMCCTGAAGAAAT-3 ' 

in which: 

R represents A or G, 

Y represents C or T, 

M represents A or C, and 
N represents inosine, 
and th e r e vers e s e quences and or in a complementar y s e qu e nc e s sequence thereof 

10. (Currently Amended) Mixture A mixture of oligonucleotides charact e riz e d in that 
it consists o f consisting of an equimolar mixture of 16 said oligonucleotides as defined in 
claim— ? 6, wherein each oligonucleotide in the mixture of oligonucleotidesh avitt ^ has a 
different s e qu e nc e s sequence an d each comprisin g comprises at least 15 , preferably at least 21 
consecutive nucleotid e motifs nucleotides included in the following, sequence: 

SEQ ID-B^NOiZ5'- TGNARTTTRTCATCAACCATGTG-3' 

in which: 

R represents A or G, and 
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N represents A, T, C or G 
and th e rev e rse s e qu e nc e s and or in a complementar y s e qu e nc e s sequence thereof . 

1 1 . (Currently Amended) Mixtur e A mixture of oligonucleotides, charact e riz e d in that 
it consists o f consisting of an equimolar mixture of 4 said oligonucleotides as defined in 
claim-^_6, wherein each oligonucleotide in the mixture of oligonucleotidesh avm ^ has a 
different sequences sequence an d each comprisin g comprises at least 1 5 , pref e rably at l e ast 21 
consecutive nucleotid e motifs nucleotides included in the following sequence: 

SEQ ID^b^T t N0:7 5 TGNARTTTRTCATC AACC ATGTG-3 ' 

in which: 

R represents A or G, and 
N represents inosine 
and th e r e vers e sequ e nc e s and or in a complementar y s e qu e nc e s sequence thereof . 

12. (Currently Amended) Mixture A mixture of oligonucleotides ^ as d e fin e d inolaim 
7, characteriz e d in that said s e qu e nc e s consist o f consisting of an equimolar mixture of 
oli gonucleotides as defined in claim 6. wherein each oligonucleotide in the mixture of 
oligonucleotides has a different sequence consisting of sai d s e quenc e s sequence included in 
SEQ ID n°6 and 7 NO:6 or sequence included in SEP ID NO:7 in which, proforablv, N 
r e pr e sents inosino, and th e r e v e rs e s e quenc e s ando r complementar y s e qu e nc e s sequence 
thereof 

13-14. (Cancelled) 

15. (Currently Amended) Method as in claim 1 4 in which it is sought to d e t e ct A 
method for detecting the presence of a bacterium of genus Streptococcus or o f said 4 related 
gener a Enterococcus. Gemella. Abiotrophia and Granulicatella^ charact e riz e d in that it 
compris e s comprisin g th e st e ps in which : 
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1- contacting at least one genus probe comprising a-said mixture of oligonucleotides 
as i n any of claims 7 to 12 claim 7 . is oontaot e d with a specimen containing or possibly 
containing nucleic acids of at least one-Stte b said bacterium of g e nus Streptococcus and its 
said 4 relat e d g e n e ra , and 

2- determining the formation or non-formation of a hybridisation complexes 
determined between said genus probe and-tha nucleic acids of the specimen, and in this way 
wherein the presenc e is d e termin e d of said bacterium in the specimen-i f is indicated by 
formation of a hybridisation complex is form e d . 

16. (Currently Amended) M e tho dA method for detecting the presence of a bacterium 
of genus Strevtococcus or of 4 related genera Enterococcus. Gemella. Abiotrophia and 
Granulicatella. as in claim 1 4 , characteriz e d in that it compris e s comprisin g th e steps in 
which : 

1- contactingthe amplification primers comprising-said mixtures of oligonucleotides 
as i n any of claims 7 to 12 claim 7, are contact e d with a specimen containing or possibly 
containing nucleic acids of at least one-sue h said bacterium of gonuG Streptococcus and said 4 
r e lat e d g e n e ra , and with: 

as 5' primer, a said mixture of oligonucleotides comprising a sequence included in 
SEQ ID n°6 N O:6 , pr e f e rably consisting of said comploto soquonoo SEP ID n°6 , or a said 
complementary sequence thereo f as in any of claims 7. 8> 9 or 12 . and 

as 3' primer a said mixture of oligonucleotides comprising a sequence included in 
SEQ ID n°7 NO:7, or preferably consisting of said complete sequence SEP ID n^7 - or a 
complementary sequence thereo f as in any of claims 7. 10, 11 or 12 . 
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2- th eamplifving nucleic acids aro amplifiod by enzymatic polymerisation reaction to 
determine the presence or absence of an amplification product, wherein occurance of an 
amplification product indicates and in this manner the presence is d e t e rmin e d of said 
bacterium in the specime n if an amplification product occurs . 

17. (Currently Amended) M e thod as in claim 1 4 , charact e riz e d in that it is sought to 
Gpecificallv det e ct A method for detecting a given species of a bacterium in the Streptococcus 
group and-smd 4 related genera, chos e n selected fro m among the species: 
Streptococcus mutans^ Streptococcus oralis^ Streptococcus pneumoniae. Streptococcus 
pyogenes^ Streptococcus salivarius^ Streptococcus sanguinis. Streptococcus suis. 
Streptococcus acidominimus. Streptococcus agalactiae. Streptococcus anginosus. 
Streptococcus constellatus. Streptococcus difficilis. Streptococcus dysgalactiae. 
Streptococcus equi. Streptococcus equinus. Streptococcus intermedius. Streptococcus mitis. 
Streptococcus bovis. Streptococcus alactolyticus. Streptococcus gallolyticus. Streptococcus 
macedonicus. Streptococcus infantarius. Streptococcus hominis, Granulicatella adjacens, 
Abiotrophia defectiva, Enterococcus avium, Enterococcus casselliflavus, Enterococcus 
faecalis, Enterococcus faecium, Enterococcus gallinarum, Enterococcus sacharolyticus, 
Gemella haemolysans, and Gemella morbillorum, 
said method in whic h comprising : 

1- contacting a specimen containing or possibly containing nucleic acids of at least 
one such bacteriu m is contacted with at least one species probe consisting o f a g e ne or_ a gene 
fragment -as in claim 3 anv of clainis 1 to 3, or an oligonucl e otid e as in claim 4 , and 

2- determiningt he formation or non-formatio n is determi ned of a hybridisation 
complex between said probe and-the nucleic acids of the specimen, wherein the formation of 
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a hybridisation complex indicates and in this way the presence of said bacterium in the sample 
is d e t e miin e d if a hybridisation complex is fom^ , 

18. (Currently Amended) M e thod as in claim 1 4 , characterized in that it is sought to 
detee tA method for detecting a given species of a bacterium of genus Streptococcus and said 
or related gener a chose n selected from-am^ig the species: 

Streptococcus mutans. Streptococcus oralis. Streptococcus pneumoniae. Streptococcus 
pyogenes. Streptococcus salivarius. Streptococcus sanguinis. Streptococcus suis. 
Streptococcus acidominimus. Streptococcus agalactiae. Streptococcus anginosus. 
Streptococcus constellatus. Streptococcus difficilis. Streptococcus dysgalactiae. 
Streptococcus equi. Streptococcus equinus. Streptococcus intermedius. Streptococcus mitis. 
Streptococcus bovis. Streptococcus alactolyticus. Streptococcus gallolyticus. Streptococcus 
macedonicus. Streptococcus infantarius. Streptococcus hominis, Granulicatella adjacens, 
Abiotrophia defectiva, Enterococcus avium, Enterococcus casselliflavus, Enterococcus 
faecalis, Enterococcus faecium, Enterococcus gallinarum, Enterococcus sacharolyticus, 
Gemella haemolysans, and Gemella morbillorum, a, method in which, in a specimen 
containing or possibly containing nucleic acids of at least one said bacterium of g e nus 
Staphylococcus , the steps are p e rformed in whic h comprising : 

a) a^sequencin g reaction is conduct e d of an amplified rpoB gene fragment of a said 
giv e n bacterium using nucleotide primers consisting of said oligonucleotide mixtures as in 
claim 7 anv of claims 7 to 12 comprising sequences included in SEQ ID-ft ^ NO:6 as 5' 
primer and in SEQ ID n^7 NQ:7 as 3' primer, preferably sequences consisting of said 
sequences SEQ ID n^ 6 and 7, and said_ or complementary sequences thereof, and 

b) wherein t he presence or absence of the given species of said bacterium is 
determined by comparing the sequence obtained of said fragment with the sequence of the 
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complete rpoB gene of said bacterium or the sequence of a rpoB gene fragment of said 
bacterium respectively comprising said sequences SEQ ID ri° 8 to 35 NOs:8-35 as in any of 
claims 1 to '1 and complementary sequences thereof , wherei n and in this mann e r the presence 
of said bacterium in the specimen is determined if the obtained sequence of said fragment is 
identical to the known sequence of the rpoB gene or gene fragment of said bacterium. 

19. (Cancelled) 

20. (New) A method as in claim 16, wherein it is sought to specifically detect a 
given species of a bacterium selected from the species: 

Streptococcus mutans^ Streptococcus oralis^ Streptococcus pneumoniae^ Streptococcus 
pyogenes. Streptococcus salivarius. Streptococcus sanguinis^ Streptococcus suis. 
Streptococcus acidominimus^ Streptococcus agalactiae. Streptococcus anginosus. 
Streptococcus constellatus. Streptococcus difficilis. Streptococcus dysgalactiae. 
Streptococcus equi. Streptococcus equinus. Streptococcus intermedius. Streptococcus mitis. 
Streptococcus bovis. Streptococcus alactolyticus. Streptococcus gallolyticus. Streptococcus 
macedonicus. Streptococcus infantarius. Streptococcus hominis, Granulicatella adjacens, 
Abiotrophia defectiva, Enterococcus avium, Enterococcus casselliflavus, Enterococcus 
faecalis, Enterococcus faecium, Enterococcus gallinarum, Enterococcus sacharolyticus, 
Gemella haemolysans, and Gemella morbillorum, further comprising steps of: 

1- contacting a specimen containing or possibly containing amplified rpoB gene 
nucleic acids of at least one such bacterium, with at least one species probe consisting of a 
gene fragment of a bacterium of the genus Streptococcus and of 4 related genera 
Enterococcus, Gemella, Abiotrophia and Granulicatella, comprising a nucleic acid sequence 
selected from the group consisting of: 

(a) SEQ ED NOs:8-35, in which: 
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K nucleotide represents T or G, 

M nucleotide represents A or C, 

R nucleotide represents A or G, 

W nucleotide represents A or T, 

Y nucleotide represents C or T, 

N nucleotide represents A, T, C or G; and 

(b) complementary sequences of the nucleic acid sequences of (a), and 

(c) sequences having at least 98.7% homology to the nucleic acid sequences of (a) or 
(b), and 

2- determining formation or non-formation of a hybridisation complex between said 
probe and the nucleic acids of the specimen, wherein the formation of a hybridisation 
complex indicates the presence of said bacterium in the sample. 

21. (New) An isolated oligonucleotide of claim 6, wherein said sequence has 18-35 
nucleotides. 
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